Old wild wolves:ancient DNA survey unveils population dynamics in Late Pleistocene and Holocene Italian remains by Ciucani, Marta Maria et al.
u n i ve r s i t y  o f  co pe n h ag e n  
Old wild wolves
ancient DNA survey unveils population dynamics in Late Pleistocene and Holocene
Italian remains
Ciucani, Marta Maria; Palumbo, Davide; Galaverni, Marco; Serventi, Patrizia; Fabbri, Elena;
Ravegnini, Gloria; Angelini, Sabrina; Maini, Elena; Persico, Davide; Caniglia, Romolo; Cilli,
Elisabetta
Published in:
PeerJ
DOI:
10.7717/peerj.6424
Publication date:
2019
Document version
Publisher's PDF, also known as Version of record
Document license:
CC BY
Citation for published version (APA):
Ciucani, M. M., Palumbo, D., Galaverni, M., Serventi, P., Fabbri, E., Ravegnini, G., ... Cilli, E. (2019). Old wild
wolves: ancient DNA survey unveils population dynamics in Late Pleistocene and Holocene Italian remains.
PeerJ, 7, [e6424]. https://doi.org/10.7717/peerj.6424
Download date: 14. maj. 2020
Old wild wolves: ancient DNA survey
unveils population dynamics in Late
Pleistocene and Holocene Italian remains
Marta Maria Ciucani1,2,*, Davide Palumbo3,*, Marco Galaverni4,5,
Patrizia Serventi1,6, Elena Fabbri5, Gloria Ravegnini7, Sabrina Angelini7,
Elena Maini8, Davide Persico9, Romolo Caniglia5 and Elisabetta Cilli1
1 Laboratories of Physical Anthropology and Ancient DNA, Department of Cultural Heritage,
University of Bologna, Ravenna, Italy
2 Natural History Museum of Denmark, Copenhagen, Denmark
3 Ente di Gestione per i Parchi e la Biodiversità Emilia Orientale, Monteveglio, Italy
4 Conservation Unit, WWF Italia, Rome, Italy
5Unit for Conservation Genetics (BIO-CGE), Italian Institute for Environmental Protection and
Research (ISPRA), Ozzano dell’Emilia, Bologna, Italy
6Department of Biological, Geological & Environmental Sciences—BiGeA, University of Bologna,
Bologna, Italy
7 Department of Pharmacy and Biotechnology, University of Bologna, Bologna, Italy
8 ArcheoLaBio—Research Centre for Bioarchaeology, Department of History and Culture,
University of Bologna, Ravenna, Italy
9Department of Chemistry, Life Sciences and Environmental Sustainability, University of Parma,
Parma, Italy
* These authors contributed equally to this work.
ABSTRACT
Background: The contemporary Italian wolf (Canis lupus italicus) represents a case
of morphological and genetic uniqueness. Today, Italian wolves are also the only
documented population to fall exclusively within the mitochondrial haplogroup 2,
which was the most diffused across Eurasian and North American wolves during
the Late Pleistocene. However, the dynamics leading to such distinctiveness are
still debated.
Methods: In order to shed light on the ancient genetic variability of this wolf
population and on the origin of its current diversity, we collected 19 Late
Pleistocene-Holocene samples from northern Italy, which we analyzed at a short
portion of the hypervariable region 1 of the mitochondrial DNA, highly informative
for wolf and dog phylogenetic analyses.
Results: Four out of the six detected haplotypes matched the ones found in ancient
wolves from northern Europe and Beringia, or in modern European and Chinese
wolves, and appeared closely related to the two haplotypes currently found in
Italian wolves. The haplotype of two Late Pleistocene samples matched with
primitive and contemporary dog sequences from the canine mitochondrial clade A.
All these haplotypes belonged to haplogroup 2. The only exception was a Holocene
sample dated 3,250 years ago, affiliated to haplogroup 1.
Discussion: In this study we describe the genetic variability of the most ancient wolf
specimens from Italy analyzed so far, providing a preliminary overview of the
genetic make-up of the population that inhabited this area from the last glacial
maximum to the Middle Age period. Our results endorsed that the genetic diversity
carried by the Pleistocene wolves here analyzed showed a strong continuity with
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other northern Eurasian wolf specimens from the same chronological period.
Contrarily, the Holocene samples showed a greater similarity only with modern
sequences from Europe and Asia, and the occurrence of an haplogroup 1 haplotype
allowed to date back previous finding about its presence in this area. Moreover,
the unexpected discovery of a 24,700-year-old sample carrying a haplotype that, from
the fragment here obtained, falls within the canine clade A, could represent the oldest
evidence in Europe of such dog-rich clade. All these findings suggest complex
population dynamics that deserve to be further investigated based on mitochondrial
or whole genome sequencing.
Subjects Biodiversity, Conservation Biology, Evolutionary Studies, Genetics, Paleontology
Keywords mtDNA, Ancient DNA, HVR1 variability, Canis lupus, Wolf, Italian wolf,
Control region, Population genetics, Canid
INTRODUCTION
The gray wolf (Canis lupus) is the most widespread large carnivore of the Holarctic region
(Mech & Boitani, 2010). Its high mobility and dispersal ability allow it to cover 100
of kilometers (Fritts, 1983; Valière et al., 2003; Ciucci et al., 2009; Andersen et al., 2015)
and favor gene flow between populations. Nonetheless, the existence of differentiated
contiguous wolf populations linked to habitat and prey specializations has been
well documented (Carmichael et al., 2001; Geffen, Anderson &Wayne, 2004;Musiani et al.,
2007). In addition, in the last two centuries this species experienced complex and dramatic
demographic changes (Breitenmoser, 1998), and only during the last few decades has
it successfully recovered and expanded thanks to legal protection and socio-ecological
changes (Chapron et al., 2014). This combination of factors makes the wolf
phylogeographic history complex and difficult to disentangle from contemporary genetic
patterns (Randi, 2011; Ersmark et al., 2016). Furthermore, in Eurasia, the wide
spatio-temporal gaps between the ancient samples so far analyzed has provided us with a
picture of wolf population dynamics in the last 50,000 years, but given the complexity
of population migration and admixture, this was most likely more complex and deserves
to be analyzed with additional sampling and genotyping efforts on ancient remains
(Pilot et al., 2010; Ersmark et al., 2016).
To date, a number of studies have tried to investigate the species history analyzing
mitochondrial DNA (mtDNA; Pilot et al., 2010; Thalmann et al., 2013; Ersmark et al.,
2016; Koblmuller et al., 2016) and nuclear genomes (vonHoldt et al., 2011; Skoglund et al.,
2015; Fan et al., 2016) of ancient and modern specimens. In particular, the study by Pilot
et al. (2010) on the mtDNA hypervariable region (HVR) suggested the existence of two
main and distinct wolf mitochondrial haplogroups (known as Hg1 and Hg2) in the
Eurasian wolf populations.
Whereas Pleistocene specimens from Beringia—that based on extensive
morphological records were described as a hypercarnivorous wolf ecomorph—carried
only Hg2 haplotypes (Leonard et al., 2007), in Europe, the once dominant wolf haplogroup
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(Hg2)—observed since 40,000 years ago—was largely replaced by Hg1 in the Holocene.
This resulted in the presence of both haplogroups at variable frequencies in modern
populations, but with Hg1 haplotypes reaching an average frequency of 76% (Pilot et al.,
2010). However, an exception to this pattern is represented by the Italian wolf population
(Canis lupus italicus, Giuseppe Altobello, 1921; Montana et al., 2017a), all belonging
exclusively to Hg2 (Pilot et al., 2010).
In particular, the Italian wolves currently show clear morphological (Nowak & Federoff,
2002) and genetic uniqueness worldwide. More than 1,000 Italian wolf specimens studied
(Italian Institute for Environmental Protection and Research -ISPRA- database) during
the last 20 years showed to be characterized by the presence of only two distinct mtDNA
haplotypes (Randi et al., 2000; Boggiano et al., 2013; Montana et al., 2017a). Additional
studies showed that this population is phylogenetically close to Late Pleistocene wolves
(based both on 582 base pair (bp) of the d-loop region, Ersmark et al., 2016; and on the full
mtDNA, Thalmann et al., 2013), and exhibits distinct nuclear allele frequencies (Pilot et al.,
2010; vonHoldt et al., 2011; Montana et al., 2017a).
Initial studies on modern Italian wolves hypothesized that their distinctiveness could be
attributed to the recent genetic isolation and drift linked to the extreme human-driven
bottleneck occurred in the mid-1900s (Cagnolaro et al., 1974; Randi, Lucchini &
Francisci, 1993), which resulted in only 100–200 individuals surviving in the Central and
Southern Apennines (Zimen & Boitani, 1975;Mech & Boitani, 2010). Conversely following
works suggested that their demographic decline could have rather begun at the end
of the last glacial maximum (LGM), with a progressive reduction through time similar to
other Eurasian populations (Fan et al., 2016), and only exacerbated by the more extreme
historical bottleneck of the Italian population (Lucchini, Galov & Randi, 2004;
vonHoldt et al., 2011; Boggiano et al., 2013; Pilot et al., 2014;Montana et al., 2017a, 2017b).
Despite a fair number of studies on modern Italian wolves, only a single study to date
has tried to investigate the genetic variability of ancient Canis lupus from this
Peninsula (Verginelli et al., 2005). Nevertheless, their analyses of a few samples dated
from 15,000 to 3,000 years ago showed, for most of them, an uncertain attribution to dogs
or wolves, either morphologically, genetically or both.
Therefore, in this study we analyzed 19 ancient canid samples collected in the northern
Apennines and in the Po Valley (Italy), dated between 25,000 and 890 years ago, that
we sequenced at the HVR1 of the mitochondrial DNA, aiming to: (1) investigate the
genetic variability of the ancient Italian wolf population; and (2) trace the origins of the
current genetic uniqueness of Italian wolves.
MATERIALS AND METHODS
Sample collection and dating
The skeletal remains (bones and teeth) of 19 Italian canids from Late Pleistocene, Bronze
Age and the Middle Ages (Table 1) were collected from three different sites located
in northern Italy (See Fig. S2 in Supplemental Article S1 for the map of the archaeological
sites). Two of them, the Cava Filo site (San Lazzaro di Savena, Bologna) and the
Monterenzio Vecchio site (Monterenzio, Bologna), are situated in the northern Apennines,
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while the third site is on the alluvial bar of the Po River (Province of Cremona). Samples
were provided, respectively, by the Prehistoric Museum “Luigi Donini” (San Lazzaro
di Savena, Bologna), by the Archaeological Museum “Luigi Fantini” (Monterenzio,
Bologna) and by the University of Parma. From the collections gathered from the Cava
Table 1 List of the specimens analyzed in this study with pertinent information.
Museum ID Sample ID Site Museum Sample type Age (BP) Dating Reference
124 OWW1 Cava Filo Prehistoric Museum
“Luigi Donini”
tooth (molar) 22,285–17,869 Pasini (1970), Paronuzzi et al. (2018)
547 OWW2 Cava Filo Prehistoric Museum
“Luigi Donini”
tooth (molar) 22,285–17,869 Pasini (1970), Paronuzzi et al. (2018)
556 OWW3 Cava Filo Prehistoric Museum
“Luigi Donini”
tooth (canine) 22,285–17,869 Pasini (1970), Paronuzzi et al. (2018)
557 OWW4 Cava Filo Prehistoric Museum
“Luigi Donini”
radius (distal part) 22,285–17,869 Pasini (1970), Paronuzzi et al. (2018)
06–027 OWW5 Cava Filo Prehistoric Museum
“Luigi Donini”
ulna 23,940 Paronuzzi et al. (2018)
07–201 OWW6 Cava Filo Prehistoric Museum
“Luigi Donini”
metatarsal 17,550 Paronuzzi et al. (2018)
08–057 OWW7 Cava Filo Prehistoric Museum
“Luigi Donini”
front tooth 17,550 Paronuzzi et al. (2018)
09–049 OWW8 Cava Filo Prehistoric Museum
“Luigi Donini”
metapodium 23,940 Paronuzzi et al. (2018)
09–050 OWW9 Cava Filo Prehistoric Museum
“Luigi Donini”
radius 24,700 This study
09–072 OWW10 Cava Filo Prehistoric Museum
“Luigi Donini”
phalanx 23,940 Paronuzzi et al. (2018)
11–018 OWW11 Cava Filo Prehistoric Museum
“Luigi Donini”
metapodium 23,940 Paronuzzi et al. (2018)
11–035 OWW12 Cava Filo Prehistoric Museum
“Luigi Donini”
metapodium 17,550 Paronuzzi et al. (2018)
11–055 OWW13 Cava Filo Prehistoric Museum
“Luigi Donini”
metapodium 23,940 Paronuzzi et al. (2018)
11–083 OWW14 Cava Filo Prehistoric Museum
“Luigi Donini”
humerus
(distal part)
23,940 Paronuzzi et al. (2018)
11–089 OWW15 Cava Filo Prehistoric Museum
“Luigi Donini”
metapodium
(distal part)
23,940 Paronuzzi et al. (2018)
11–108 OWW16 Cava Filo Prehistoric Museum
“Luigi Donini”
metapodium 17,550 Paronuzzi et al. (2018)
MV 07 OWW17 Monterenzio
Vecchio
Archaeological
Museum “Luigi
Fantini”
tooth (molar) 3,250 Guerra et al. (2010)
MV 2005 OWW18 Monterenzio
Vecchio
Archaeological
Museum “Luigi
Fantini”
metatarsal 3,250 Guerra et al. (2010)
MSDP 348 OWW19 Po River Univesity of Parma skull 890 This study
Note:
For each sample the IDs are indicated together with the archaeological site, museums, specimen type, age and dating reference. To facilitate the temporal placement of the
samples in the text and in the analyses, the age here indicated represents the average of the data range provided from C14 datation (for Cava Filo and Po River) or from
stratigraphy and material culture (for Monterenzio Vecchio) (see Table S1 for detailed information about radiocarbon analyses and age estimation).
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Filo site, we selected 16 samples, ascribable to a chronological range comprised between
25,000 and 17,220 years ago (Table 1). We also selected two samples from the
archaeological site of Monterenzio Vecchio dated at the beginning of the Late Bronze Age,
around 3,250 years ago (Guerra et al., 2010; Maini, 2012). The last sample analyzed
was a wolf skull emerged from an alluvial bar of the Po River and radiocarbon dated to
890 years ago. Two of our samples, OWW9 and OWW19, were directly radiocarbon dated,
whereas all the others were dated based on the stratigraphy and material culture of
the archaeological site they were found, or on the availability of C14 dating of other samples
in the same stratigraphic unit or in close proximity to them (See Supplemental Article S1,
Table 1 and Table S1 for information about specimens, dates and sampling sites).
Ancient DNA standards and DNA extraction
All laboratory procedures followed strict and appropriate criteria, selected among those
suggested by Cooper & Poinar (2000), to support the authenticity of the results and to
prevent contamination by exogenous DNA. The decontamination, drilling, DNA
extraction and pre-PCR set up of the ancient samples were performed in physically
separated and designated areas (pre-PCR lab) at the Laboratories of Physical
Anthropology and Ancient DNA of the Department of Cultural Heritage (University
of Bologna, Ravenna Campus) with high standards of sterility and exclusively reserved
for ancient DNA analysis (Fulton, 2012; Knapp et al., 2012). The pre-PCR lab is
organized in separate rooms, dedicated to the different phases of the workflow, where
modern samples have never been introduced. All the surfaces of non-disposable
equipment and instruments were cleaned by bleach and ethanol or solely by DNA-
ExitusPlusTM (Applichem Inc., Omaha, NE, USA). All the reagents used during the DNA
extraction or PCR set-up, as well as all the plastic labware, were exposed to UV radiation
for 60 min prior to their use (except for DNA polymerase, primers and dNTPs).
Suitable disposable clothing (full body suit, hair cap, boots, face mask, face shield, arm
covers and two pairs of gloves) were worn during the analyses of ancient samples
in the pre-PCR facility. Moreover, prior to DNA isolation, all samples were superficially
decontaminated by slight abrasion with a sterile diamond-drill to remove the
superficial layers of the sample (one to two mm), then exposed to UV radiation on
each side for 60 min.
The DNA was isolated using a silica-based protocol (Serventi et al., 2018), slightly
modified from Dabney, Meyer & Paabo (2013) and Allentoft et al. (2015) (See
Supplemental Article S1 for details about extraction protocol). In order to avoid the risk of
exogenous DNA and cross-contaminations, the samples were processed in small batches of
five to six samples. At the end of the extraction DNA was quantified using a Qubit
dsDNA HS (High Sensitivity) Assay Kit (InvitrogenTMLife Technologies, Carlsbad, CA,
USA). All the samples were extracted and amplified at least twice in order to verify the
authenticity of the results. To avoid contaminations by amplicons, PCR runs and
downstream analyses were conducted in a physically separated facility, dedicated to post-
PCR procedures. In addition, during each day the personnel were only allowed to move
from the pre-PCR lab to the post-PCR lab.
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DNA amplification and sequencing
Given the expected highly fragmented state of the endogenous DNA preserved in the
samples (Hofreiter et al., 2001), we decided to amplify a 57 bp fragment (99 bp with
primers) of the HVR1 region included between nucleotide positions 15,615–15,671 of the
Italian wolf mitochondrial genome (Genbank accession number KU644662) using primers
from Stiller et al. (2006). The amplicon sequences, despite their limited size, include
the majority of the informative nucleotide positions (30 polymorphic sites) of the mtDNA
control region of dogs and wolves, already tested for phylogenetic purposes in several
studies concerning ancient canids (Stiller et al., 2006; Germonpré et al., 2009; Pilot et al.,
2010; Ersmark et al., 2016). Samples were also tested for a longer region of 361 bp
(404 bp with primers) spanning bases 15,431–15,792, by means of the amplification of
three overlapping fragments (Leonard, Vilà & Wayne, 2005; Ersmark et al., 2016).
Amplicons were checked in agarose gel, then purified and sequenced (See Supplemental
Article S1 for details about PCR reactions and sequencing). Due to the intrinsic
characteristic of ancient sequences to be highly damaged, nucleotide substitutions can
occur mainly as deaminations, that determine a transition from C to T and G to A
(Hansen et al., 2001), which mainly occurs at the end of the molecule (Briggs et al., 2007).
For this reason, multiple extractions, independent amplifications and further sequencing
were performed in order to improve the detection of the damaged sites, comparing
at least two electropherograms of each sample.
Sequences are available on GenBank (accession numbers: MH085470–MH085479 &
MH593822).
Haplotypes identification and phylogenetic analyses
All sequences obtained from the extracted samples were visualized, edited and aligned
in Unipro UGENE 1.27 (Okonechnikov, Golosova & Fursov, 2012). A database of mtDNA
control region sequences including the major modern wolf populations and dog breeds
was obtained from Montana et al. (2017b), gathering 127 sequences (Table S2), and
was used to compare the haplotypes obtained in this study to the current genetic variability
of wolves and dogs. Samples of uncertain geographical origin or species attribution were
excluded from the database. The nomenclature of the control region used from now
on is based on that proposed by Montana et al. (2017b) referring to the control region
(See Table S2 for the codes and the area of sampling). An additional database of
108 ancient dog and wolf sequences from Europe, Asia, America and Oceania, dated from
49,000 to 800 years ago was created (Table S3). All the downloaded sequences were
trimmed down to match the shorter amplified fragment (57 bp) and, when the length
of the sequences allowed it, to a stretch of 330 bp, in order to compare the longer fragment
of 361 bp here obtained with the data available in literature. We then created four reference
alignments: the first one (Alignment A, 57 bp) consisted of sequences from the main
extant Eurasian wolf populations, the second (Alignment B, 57 bp) with ancient sequences
and the two current Italian wolf haplotypes, and the third one (Alignment C, 330 bp)
with the longer modern and ancient sequences. A fourth alignment (Alignment D, 239 bp)
was built to include in the analysis the five ancient Italian samples from the previous study
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by Verginelli et al. (2005), whose attribution as dogs or wolves was uncertain. Due to the
size of Italian sequences this alignment was trimmed to 239 bp (Table S2 and Table S3).
The software DnaSP v.5.10.01 (Librado & Rozas, 2009) was used to identify
identical sequences and to collapse them into unique haplotypes. Median-Joining (MJ)
networks were created by the software PopART (Leigh & Bryant, 2015) using Alignment A
and Alignment B (ε = 0).
A maximum likelihood (ML) phylogenetic tree was reconstructed with the software
MEGA7 (Kumar, Stecher & Tamura, 2016) using the Alignment C, by setting the
substitution model HKY+I+G, assessed by JModeltest2 (Darriba et al., 2012), running
1,000 bootstrap repetitions and using a coyote sequence as an outgroup (Canis latrans,
GenBank acc. number: DQ480509). MrBayes v. 3.2 (Huelsenbeck & Ronquist, 2001)
was used to generate a Bayesian tree using the Alignment D and the software run for
107 generations, with a 10% burn-in and a sampling frequency each 1,000 iteration. Tracer
v. 1.6 (Rambaut et al., 2018) was used to check the convergence of parameters result from
the two runs and the final tree was visualized with FIGTREE v. 1.4.3 (Rambaut, 2012).
RESULTS
Authenticity of the results and successful rate of ancient DNA analysis
The procedures performed and the strict criteria chosen for this study to estimate the
reliability of aDNA results (see ‘Materials andMethods’) make us confident concerning the
authenticity of the retrieved sequences presented below (Gilbert et al., 2005). Moreover, the
validity was supported by the following evidences: (i) no contamination was observed
in any of the blank extractions or negative PCR controls included in each reaction and
(ii) all consensus haplotypes were determined by both forward and reverse sequences and
also using multiple replicates (i.e., samples from independent extracts and amplifications
performed at different times).
Regarding the 57 bp fragment, we successfully obtained the consensus sequences from
11 out of 19 samples that fully complied with the selected authentication criteria and
thus were used for the downstream analyses. Considering the remaining eight samples,
it was not possible to obtain a successful amplification for three of them, whereas
the sequences of the other five samples were discarded due to discrepancies between the
resulting electropherograms. Although this could be due to post mortem damage, we
conservatively chose to exclude them to ensure the fidelity of the dataset. Furthermore, as a
result of the high fragmentation of the DNA, for only one sample (OWW9, dated
24,700-years-old) we were able to obtain the amplification of all three fragments (148 bp,
205 bp and 211 bp) for the longer region of 361 bp (See Materials and Methods).
Our results and the high failure rate in the amplification of longer fragments confirm
and support the diagenesis of DNA, in accord with the age of the samples.
Haplotype variability
The 11 reliable sequences obtained for the 57 bp fragment were collapsed into six different
haplotypes, all of which have previously been reported in the literature (Table 2).
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The haplotype of five samples (OWW8, OWW11, OWW13, OWW15, OWW16—
belonging to two different S.U., dated from 23,940 to 17,550 years ago) matched that
reported from a Pleistocene wolf found in Belgium dated to 26,200 years ago (Stiller et al.,
2006), and have not to date been reported in any modern sample. The 24,700-year-old
sample OWW9, together with OWW4, matched the haplotype found in a Holocene
specimen from Germany (Stiller et al., 2006) dated 2,000 years ago, and in a 8,500 BP dog
coprolite from Russia (Zhilin et al., 2014). The same sequence was also retrieved in
97 globally-distributed modern dogs, in a modern Iranian wolf  dog hybrid (Aghbolaghi
et al., 2014) and in a modern Canis lupus from China (Ersmark et al., 2016). The longer
fragment recovered from OWW9 confirmed the above-mentioned correlations with
modern samples, but it was not possible to compare it with ancient specimens due to their
Table 2 Haplotypes and haplogroups assignment of the samples based on the short sequences (57 bp) obtained in this study and their matches
with the sequences available in GenBank.
ID sample Age (BP) mtDNA
Haplogroup
Match—ancient samples
from GenBank
Match—modern samples
from GenBank
Haplotype ID
(modern samples)
OWW4; OWW9 24,700–17,869 2 C. lupus—Germany 2.000—
Stiller et al. (2006)
(DQ852651)
97 modern sequences C. l.
familiaris
D5–D6
C. lupus—Russia 8.500*—
Zhilin et al. (2014)
(LM993795)
hybrid C. lupus—Iran
(KC540925)
C. lupus—China
(KX898354)
OWW8; OWW11;
OWW13; OWW15;
OWW16
23,940–17,550 2 C. lupus—Belgium 26.200—
Stiller et al. (2006)
(DQ852650)
/ /
OWW12 17,550 2 C. lupus—Alaska 20.800—
Thalmann et al. (2013)
(KF661090)
C. l. familiaris—Bali street
dog (HQ287728)
D104
C. lupus—Russia 33.500—
Thalmann et al. (2013)
(KF661092)
C. lupus—Alaska 17.300*—
Leonard et al. (2007)
C. lupus—Alaska 15.800*—
Leonard et al. (2007)
C. lupus—Czech Republic
47.700—Stiller et al. (2006)
(DQ852635)
OWW17 3,250 2 / C. lupus—Hungary
(KP665919)
W39–D103
C. l. familiaris—China
(KJ139080)
OWW18 3,250 1 / 11 modern sequences C.
lupus—Iberian Peninsula
W20–W21
OWW19 890 2 / C. l. lupus—Greece
(AF115700)
W15
Note:
Matches with modern wolf (W) and dog (D) haplotypes follow the nomenclature based on Montana et al. (2017b). For further information see Table S2. Uncalibrated
radiocarbon dates are shown by an asterisk.
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shorter fragments available. Given the results obtained, the analyses on this sample were
nonetheless aimed at deepening the phylogenetic relationship with dogs, which
highlighted that this haplotype fall within the canine clade A (Thai, Chung & Tran, 2017).
The 17,550-years-old sample OWW12 shared the haplotype of several ancient wolves
from Alaska, Russia and Czech Republic spanning from 15,000 to 47,000 years old
(Stiller et al., 2006; Leonard et al., 2007; Thalmann et al., 2013) and of a modern street dog
from Bali (Irion et al., 2005) (see Table 2). The three Holocene samples from Monterenzio
Vecchio and Po River showed no similarity with any ancient samples reported in the
literature: OWW17 had the same haplotype of a modern Hungarian wolf (held in a zoo
and with unknown origin; GenBank accession number: KP665919) and of a Chinese dog
(GenBank accession number: KJ139080), while OWW18 exhibited the same haplotype of
some extant Iberian wolves and OWW19 corresponded with the Greek wolf haplotype
W15 (Montana et al., 2017b).
Phylogenetic analyses
The two MJ networks, despite being created from the 57 bp mtDNA alignments (A and B),
confirmed the distinction between the two mitochondrial haplogroups Hg1 and Hg2
(Fig. 1 and Fig. 2, respectively) proposed on the longer fragment of the control region by
Pilot et al. (2010). All our samples, with the only exception of the 3,250-year-old
sample OWW18 belonging to Hg1, grouped within Hg2, but none of their haplotypes
matched those found in modern Italian wolves. With the exception of OWW9 and
OWW4, whose haplotype was closer to a Saudi Arabian and a North European modern
wolf haplotype, all our Pleistocene sample haplotypes are placed only one mutational
step far from the current Italian haplotypes (W14 andW16) and from the Greek haplotype
W15, that we documented in Italy c. 890 years ago and is currently absent (Fig. 1).
Nonetheless, most of the analyzed samples did not share haplotypes with any of the
current wolf populations used for comparison (Fig. 1), reflecting that part of the variability
observed in ancient samples has been lost through time.
When looking at the relationship with the other ancient samples available, the picture
becomes richer, reconfirming the partition into two haplogroups but also the absence
of any clear correspondence with geographic origins of samples (Fig. 2). As expected, most
of our samples (eight out of 11) carried haplotypes shared with other ancient canid samples
(Fig. 2). The three more recent samples OWW17, OWW18 and OWW19 were
associated only with modern non-Italian haplotypes (Fig. 1) resulting in a mismatch with
ancient samples in the network (Fig. 2). OWW17 and OWW19 (3,250 and 890 years old,
respectively) belonged to Hg2 whereas OWW18 (3,250 years old) was the only one
belonging to Hg1 and corresponding to modern Iberian haplotypes (W20–W21).
The ML phylogenetic tree (Fig. 3) obtained from Alignment C, that included the single
sample from this study (OWW9) successfully sequenced at the longer mtDNA fragment,
showed a topology roughly similar to previously published trees for the clade that
includes the Italian wolf population (Thalmann et al., 2013; Montana et al., 2017b).
Although the support for the nodes was very low due to the limited alignment size, it could
be noted that the contemporary Italian wolves, referable to haplotypes W14 and W16,
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belonged to a clade that comprises also haplotypesW15 (from Greece), W17 (from Croatia
and Slovenia) and W18 (from Poland), and were closely related to another clade that
includes a 14,500-years-old wolf sample from Switzerland (Thalmann et al., 2013)
and ancient dogs. Interestingly, the OWW9 sample that, as already noted, shared the same
haplotype of many modern dog breeds, fell completely outside the modern Italian wolf
mtDNA (HVR1) lineage, close to dogs that belong to the canine clade A.
When we considered also the Bayesian analyses performed on the Alignment D
(Fig. S1), in which we included the five ancient canid samples from Verginelli et al.
(2005), together with the NJ network (Fig. 2), it was possible to observe an even higher
genetic variability of the ancient Italian samples, distributed along the whole tree or
sparse in the network. A total of 11 different haplotypes were detected in both studies,
five from Verginelli and six from this study, but in none of them were found the two
current Italian haplotypes. However, due to the morphological and genetic affinity to
dogs of two samples (PIC4 and PIC5) from Verginelli et al. (2005)—which carried
two different haplotypes—the total number of wolf haplotypes retrieved in both studies
are nine.
Furthermore, most of the samples analyzed in this study are placed in close proximity to
the modern Italian haplotypes (Fig. 2), with the only exception of the samples OWW18
Figure 1 Median-Joining network based on Alignment A (57 bp sequences obtained in this study
and modern Eurasian wolf populations). White circles represent median vectors; black circles corre-
spond to nucleotide mutations. Haplotypes (circles) are colored according to their geographical prove-
nience while the Italian (ancient and modern) haplotypes are represented by two different colors to
discern them from the other European haplotypes. Hg2 is represented by the green area on the left,
whereas Hg1 is encompassed by the shaded cyan area on the right. The date of each sample is reported in
brackets and is intended in years before present (BP). Full-size DOI: 10.7717/peerj.6424/fig-1
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(associated to haplogroup 1), OWW4 and OWW9 (which carry a dog haplotype).
From the Bayesian tree it was also possible to observe that the OWW9 sample and
those analyzed by Verginelli et al. (2005) are scattered throughout the tree, also falling
within the three dog clades A, B and C (Fig. S1).
DISCUSSION
Past genetic variability of Italian wolves
The Italian wolf population represents a case of genetic uniqueness highlighted by
several studies both on the mitochondrial (Thalmann et al., 2013; Ersmark et al., 2016;
Montana et al., 2017a) and nuclear DNA (vonHoldt et al., 2011). At the mtDNA level, this
population is the only remaining wolf population in Europe belonging exclusively to a
haplogroup that was widespread both in central and western Europe for over 40,000 years
(Pilot et al., 2010) and in North America until the LGM (Leonard et al., 2007).
In this study, by successfully analyzing the mtDNA control region of 11 ancient wolf
samples, we contributed to describing the genetic make-up of the Italian Pleistocene wolf
Figure 2 Median-Joining network based on Alignment B (57 bp) including ancient wolf and dog
haplotypes plus the two extant Italian wolf haplotypes. When not specified the haplotypes depicted
are referred to wolves. Diamonds highlight exclusive dog haplotypes; asterisks indicate the haplotypes
shared between dogs and wolves and triangles designate the three haplotypes that present sequences with
uncertain attribution to dogs or wolves. White circles represent median vectors, black circles correspond
to nucleotide mutations. Italian samples analyzed by Verginelli et al. (2005) are also shown in the figure
using the pink color. Haplotypes (circles) are colored according to their geographical provenience. Hg1 is
represented by the cyan area on the right whereas Hg2 is represented by the green area on the top-left.
The date of each sample is reported in brackets and is intended in years before present (BP).
Full-size DOI: 10.7717/peerj.6424/fig-2
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population. Our results highlight that the ancient variability of Italian wolves was
higher than today, a scenario that could be compatible with the well-known population
reduction which started during the LGM and heightened in the last few centuries
(Lucchini, Galov & Randi, 2004; vonHoldt et al., 2011; Boggiano et al., 2013; Pilot et al.,
2014; Montana et al., 2017a, 2017b). Furthermore, by comparing the results from
this study and the ones from Verginelli et al. (2005) we found no correspondence
between the haplotypes detected in each study. From a total of 14 ancient Italian samples
analyzed (excluding PIC4 and PIC5 from Verginelli, because morphologically
and genetically ascribed to dogs), nine different wolf haplotypes were recovered
from both studies.
Figure 3 Maximum-likelihood tree based on the Alignment C (330 bp). Modern wolf haplotypes are
represented by the letter W followed by a number and, in some cases, the letter D is placed next to the W
to represent a terminal node where there is a shared haplotype between dogs and wolves. Ancient wolf
samples are represented in the figure using their country of provenance and the reported age (in italics,
BP). Dog Clades are highlighted as: Clade A (red); Clade B (turquoise); Clade C (green); Clade D (purple).
Asterisks highlight statistical support when bootstrap values are found in >50% of 1,000 replicates. See
Tables S2 and S3 for the list of samples. Full-size DOI: 10.7717/peerj.6424/fig-3
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All the haplotypes from the Late Pleistocene specimens here analyzed belong to
haplogroup Hg2, and all of them except one correspond to haplotypes found in other
ancient wolf samples from North America and Eurasia dating to between 47,700
and 16,000 years ago. Furthermore, most of the Pleistocene samples we analyzed are placed
in close proximity to the current Italian haplotypes, with the only exception of the one
carried by OWW4 and OWW9 that falls within the dog variability.
Moving from the Pleistocene to the Holocene specimens, a change in the haplotype
occurrence is notable: the three samples here analyzed only match recent or
extant haplotypes. Our findings could suggest a progressive diversity loss around the
Pleistocene-Holocene transition testified by the only presence of modern haplotypes in the
Holocene samples, which is compatible with the general trend of demographic contraction
started in the Late Pleistocene Canis lupus populations (Vila et al., 1999; Verginelli
et al., 2005) and confirmed also by genomic demographic inferences (Freedman et al.,
2014; Fan et al., 2016).
In our study only one Holocene specimen, dated to 3,250 years ago and belonged to
haplogroup Hg1. Therefore, the absence of any Hg1 haplotype in the Pleistocene samples,
which is very unlikely to be observed only by chance in the set of samples analyzed,
confirm that wolves with this haplogroup might have arrived in southern Europe more
recently, confirming previous results (Pilot et al., 2010). Of course, it cannot be excluded
that wolves belonging to Hg 1 inhabited certain geographical areas of Europe during
the Pleistocene which have not yet been subjected to investigations. In any case, our results
push back previous findings, which attested the presence of Hg1 wolves in Europe only in
the last 1,400 years (Pilot et al., 2010), with the exception of an older sample from
Italy dated to 9,800 years ago (PIC2) found to carry a Hg1 haplotype also present in two
ancient dog samples (Fig. 2) (Leonard et al., 2002; Frantz et al., 2016) and which was
previously included in a dog-dominated clade (Verginelli et al., 2005). Interestingly,
the Hg1 haplotype carried by OWW18 matches one found in the extant Iberian
wolf population, possibly representing the same migratory wave that might have largely
replaced Hg2 wolves throughout Europe (Pilot et al., 2010). The lower presence of Hg1
wolves was possibly due to a higher geographical isolation of the Italian peninsula
compared to other former refugia, which, combined with a possibly stronger genetic drift
and historical bottleneck, could help to explain the higher genetic differentiation of
Italian wolves compared to other populations (vonHoldt et al., 2010; Pilot et al., 2014;
Galaverni et al., 2016; Montana et al., 2017a).
The two extant and unique Italian wolf haplotypes were not found among the set of
analyzed ancient samples in Eurasia so far. Considering the higher variability retrieved
in this area in the past, it might be possible that the current Italian haplotypes
could have been already present in the genetic pool of the Pleistocene wolf population, but
probably at frequencies too low to be sampled in the limited set and geographic area
of ancient samples analyzed spanning also a wide chronological range. A second option
could be that the Hg2 wolves isolated in the Italian glacial refugia experienced a turnover
within their haplogroup as a result of in situ mutations, since they differ by only one or
two mutations from all Hg2 haplotypes found in our ancient samples. Conversely, we
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are inclined to exclude the additional hypothesis of a complete replacement of haplotypes
in the Italian population, because of the strong genetic similarity between ancient and
current Italian haplotypes highlighted in our network analysis (Fig. 1 and Fig. 2) and in
recent studies based on the mtDNA (Thalmann et al., 2013; Skoglund et al., 2015;
Montana et al., 2017a). Therefore, we would explain this scenario by combination of
limited sampling and in situ mutations, but further studies will be required to discriminate
with certainty between these hypotheses.
The canine haplotype of two Late Pleistocene canid samples
Surprisingly, the mtDNA haplotype of two samples (OWW4 and OWW9) from the
archaeological site of Cava Filo corresponded to ancient (Stiller et al., 2006; Zhilin et al.,
2014) and modern dogs. In particular, OWW9 was the only sample for which we obtained
a longer mtDNA fragment and that we directly radiocarbon-dated in this study,
obtaining an interval comprised between 25,008 and 24,409 years ago (cal 2s). It is worth
mentioning that OWW9, whose haplotype falls outside the current and ancient variability
of Italian wolves, comes from a stratigraphic level where evidence of attendance by
Paleolithic hunters-gatherers was recently described (Nenzioni, Marchesini & Marvelli,
2018; Paronuzzi et al., 2018) (see also Supplemental Article S1). Human hunter-gatherers
communities are known to be involved in the dog domestication process, probably
started from a now-extinct wolf population at least 12,500 years ago (Thalmann et al.,
2013; Freedman et al., 2014; Skoglund et al., 2015; Frantz et al., 2016). However, the number
of independent domestication events, as well as their geographical location and timing,
remains highly contentious (Frantz et al., 2016; Botigué et al., 2017). Claims have been made
of dog domestication about 30,000 years ago (Germonpré, Lázničková-Galetová &
Sablin, 2012) but the earliest archaeological canid remains positively confirmed as dogs are
dated to 15,000 years in Europe and 12,500 years in East Asia (Larson et al., 2012;
Pionnier-Capitan et al., 2011).
Currently, the worldwide sequence variants of modern and ancient dogs are split into
four main phylogenetic groups (namely A, B, C and D) (Savolainen et al., 1997) and the
occurrence of a Late Pleistocene wolf carrying a haplotype belonging to the ancient
canine clade A (Thai, Chung & Tran, 2017) could add valuable information on the
temporal and spatial origin of haplotypes which could have been one of the “source” wolf
population from which dogs originated. Given that, OWW9 could represent one of
the oldest specimens with such haplotype. If this will be confirmed by the analysis of its full
mtDNA, it could represent one of the oldest evidence of clade A in a canid sample
since, as far as we know, the presence of this lineage in Europe and the Near East was
previously attested only 13,250 years ago in Israel (Pionnier-Capitan, 2010) and 9,670 years
ago in Italy (Verginelli et al., 2005; Deguilloux et al., 2009). Furthermore, the presence of a
clade A haplotype in a 24,700-years-old canid sample, more than 10,000 years before
the oldest clade A specimen attested in Israel, represents an interesting instance given that,
although most modern European dogs belong to clade A or B (with a predominance of the
first, attested at frequencies of 64% and 22%, respectively), the majority of ancient
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European dogs so far analyzed belonged to clades C or D (63% and 20%, respectively)
(Frantz et al., 2016).
We must also acknowledge that the haplotype carried by OWW9 was found also in
two modern samples, an attested wolf x dog hybrid from Iran (Aghbolaghi et al., 2014)
and a wolf from China (Ersmark et al., 2016), analyzed for 686 bp of the d-loop
mitochondrial region that, without further analyses, we cannot exclude to be a hybrid itself.
Obviously, it is absolutely necessary to investigate longer mtDNA fragments and
autosomal DNA markers on the OWW9 sample, to verify or not all these speculative
hypotheses in the context of dog domestication (Pires et al., 2017).
CONCLUSIONS
In conclusion, our study contributes to shed a clearer light on the origin and past genetic
variability of the Italian wolf population. Moreover, it also allows to better infer the
patterns of variability and gene flow across past and modern Eurasian wolf populations,
and to better explain their relationships with the modern Italian wolves. We highlight
that, in line with the well-known population reduction, common to several species,
started during the LGM and heightened in the last few centuries due to the higher
anthropic pressure, the ancient genetic variability of Italian wolves has drastically
decreased until today. We also detected the presence of a very interesting dog haplotype in
a 24,700-years-old sample that deserve to be further analyzed with genomic approaches.
Moreover, our results showed that only one Holocene specimen, dated 3,250 years
ago, belonged to the Hg1, allowing us to hypothesize that wolves with this haplogroup
might have arrived in southern Europe more recently, backdating a previous theory on the
ancient population dynamics of the Eurasian wolf (Pilot et al., 2010). However, the
limited spatial-temporal sampling combined with the short fragments we analyzed from
only a single uniparental marker, the mitochondrial DNA, did not allow our data to
reflect the full complexity of these dynamics. Furthermore, we also acknowledge that
the chronological range here investigated was very wide, spanning from 25,000 to
1,000 years ago.
Therefore, we advocate that a larger number of ancient canid samples, as well as more
in-depth genomic information, such as those derived by complete mitogenomes,
nuclear SNP arrays or whole nuclear genomes, should be analyzed in the future for a
deeper comprehension of the evolutionary history of European wolf.
ACKNOWLEDGEMENTS
We are grateful to all the people who have contributed to the collection of samples, in
particular we would like to thank Prof. Giorgio Gruppioni for his valuable insights and
suggestions, Gabriele Nenzioni of the Prehistoric Museum “Luigi Donini” (San Lazzaro di
Savena, BO), and also Annachiara Penzo and Antonio Gottarelli for the samples belonging
from the Archaeological Museum “Luigi Fantini” (Monterenzio, BO). We would also
thank David Bianco (“Ente di Gestione per i Parchi e la Biodiversità Emilia Orientale”)
who helped us in finding samples, Ettore Randi (University of Bologna), Chiara Matteucci
(University of Bologna), Angelica Crottini (CIBIO University of Porto) and Paolo Reggiani
Ciucani et al. (2019), PeerJ, DOI 10.7717/peerj.6424 15/22
for their precious collaboration. Our gratitude also goes to the “Soprintendenza
Archeologia, Belle Arti e Paesaggio per la città metropolitana di Bologna e le province di
Modena, Reggio Emilia e Ferrara” for allowing us to perform the analysis on these
samples. We also thank the three reviewers for their insightful comments that improved
the quality of the manuscript.
ADDITIONAL INFORMATION AND DECLARATIONS
Funding
The authors received no funding for this work.
Competing Interests
Davide Palumbo is a zoologist consultant for Ente di Gestione per i Parchi e la Biodiversità
Emilia Orientale. Marco Galaverni is an employee at the World Wildlife Fund (WWF),
Conservation Unit—Italy.
Author Contributions
 Marta Maria Ciucani conceived and designed the experiments, performed the
experiments, analyzed the data, prepared figures and/or tables, authored or reviewed
drafts of the paper, approved the final draft.
 Davide Palumbo conceived and designed the experiments, authored or reviewed drafts
of the paper, approved the final draft, collected and contextualized the samples.
 Marco Galaverni conceived and designed the experiments, analyzed the data, authored
or reviewed drafts of the paper, approved the final draft.
 Patrizia Serventi prepared figures and/or tables, approved the final draft.
 Elena Fabbri authored or reviewed drafts of the paper, approved the final draft.
 Gloria Ravegnini performed the experiments, approved the final draft.
 Sabrina Angelini contributed reagents/materials/analysis tools, approved the final draft.
 Elena Maini approved the final draft, collected and contextualized the samples.
 Davide Persico contributed reagents/materials/analysis tools, approved the final draft,
collected and contextualized the samples.
 Romolo Caniglia conceived and designed the experiments, performed the experiments,
analyzed the data, contributed reagents/materials/analysis tools, authored or reviewed
drafts of the paper, approved the final draft.
 Elisabetta Cilli conceived and designed the experiments, performed the experiments,
contributed reagents/materials/analysis tools, prepared figures and/or tables, authored
or reviewed drafts of the paper, approved the final draft.
Data Availability
The following information was supplied regarding data availability:
Sequences were deposited at Genbank: MH085470; MH085471; MH085472;
MH085473; MH085474; MH085475; MH085476; MH085477; MH085478; MH085479;
MH593822.
Ciucani et al. (2019), PeerJ, DOI 10.7717/peerj.6424 16/22
Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.6424#supplemental-information.
REFERENCES
Aghbolaghi MA, Rezaei HR, Scandura M, Kaboli M. 2014. Low gene flow between Iranian Grey
Wolves (Canis lupus) and dogs documented using uniparental genetic markers. Zoology in the
Middle East 60(2):95–106 DOI 10.1080/09397140.2014.914708.
Allentoft ME, Sikora M, Sjögren K-G, Rasmussen S, Rasmussen M, Stenderup J, Damgaard PB,
Schroeder H, Ahlström T, Vinner L, Malaspinas A-S, Margaryan A, Higham T,
Chivall D, Lynnerup N, Harvig L, Baron J, Casa PD, Dabrowski P, Duffy PR, Ebel AV,
Epimakhov A, Frei K, FurmanekM, Gralak T, Gromov A, Gronkiewicz S, Grupe G, Hajdu T,
Jarysz R, Khartanovich V, Khokhlov A, Kiss V, Kolár J, Kriiska A, Lasak I, Longhi C,
McGlynn G, Merkevicius A, Merkyte I, Metspalu M, Mkrtchyan R, Moiseyev V, Paja L,
Pálfi G, Pokutta D, Pospieszny L, Price TD, Saag L, Sablin M, Shishlina N, Smrčka V,
Soenov VI, Szeverényi V, Tóth G, Trifanova SV, Varul L, Vicze M, Yepiskoposyan L,
Zhitenev V, Orlando L, Sicheritz-Pontén T, Brunak S, Nielsen R, Kristiansen K,Willerslev E.
2015. Population genomics of Bronze Age Eurasia. Nature 522(7555):167–172
DOI 10.1038/nature14507.
Andersen LW, Harms V, Caniglia R, Czarnomska SD, Fabbri E, Jędrzejewska B, Kluth G,
Madsen AB, Nowak C, Pertoldi C, Randi E, Reinhardt I, Stronen AV. 2015. Long-distance
dispersal of a wolf, Canis lupus, in northwestern Europe. Mammal Research 60(2):163–168
DOI 10.1007/s13364-015-0220-6.
Boggiano F, Ciofi C, Boitani L, Formia A, Grottoli L, Natali C, Ciucci P. 2013. Detection
of an East European wolf haplotype puzzles mitochondrial DNA monomorphism of the
Italian wolf population. Mammalian Biology 78(5):374–378
DOI 10.1016/j.mambio.2013.06.001.
Botigué LR, Song S, Scheu A, Gopalan S, Pendleton AL, Oetjens M, Taravella AM, Seregély T,
Zeeb-Lanz A, Arbogast RM, Bobo D, Daly K, Unterländer M, Burger J, Kidd JM,
Veeramah KR. 2017. Ancient European dog genomes reveal continuity since the Early
Neolithic. Nature Communications 8:16082 DOI 10.1038/ncomms16082.
Breitenmoser U. 1998. Large predators in the Alps: the fall and rise of man’s competitors.
Biological Conservation 83(3):279–289 DOI 10.1016/S0006-3207(97)00084-0.
Briggs AW, Stenzel U, Johnson PLF, Green RE, Kelso J, Prufer K, Meyer M, Krause J,
RonanMT, LachmannM, Paabo S. 2007. Patterns of damage in genomic DNA sequences from
a Neandertal. Proceedings of the National Academy of Sciences of the United States of America
104(37):14616–14621 DOI 10.1073/pnas.0704665104.
Cagnolaro L, Rosso D, Spagnesi M, Venturi B. 1974. Inchiesta sulla distribuzione del Lupo in
Italia e nei Ticino e Grigioni (Svizzera). Ricerche di Biologia della Selvaggina 59:1–75.
Carmichael LE, Nagy JA, Larter NC, Strobeck C. 2001. Prey specialization may influence patterns
of gene flow in wolves of the Canadian Northwest. Molecular Ecology 10(12):2787–2798
DOI 10.1046/j.0962-1083.2001.01408.x.
Chapron G, Kaczensky P, Linnell JDC, Von Arx M, Huber D, Andrén H, López-Bao JV,
Adamec M, Álvares F, Anders O, Balčiauskas L, Balys V, Bedő P, Bego F, Blanco JC,
Breitenmoser U, Brøseth H, Bufka L, Bunikyte R, Ciucci P, Dutsov A, Engleder T,
Fuxjäger C, Groff C, Holmala K, Hoxha B, Iliopoulos Y, Ionescu O, Jeremic J, Jerina K,
Kluth G, Knauer F, Kojola I, Kos I, Krofel M, Kubala J, Kunovac S, Kusak J, Kutal M,
Ciucani et al. (2019), PeerJ, DOI 10.7717/peerj.6424 17/22
Liberg O, Majic A, Männil P, Manz R, Marboutin E, Marucco F, Melovski D, Mersini K,
Mertzanis Y, Mys1ajek RW, Nowak S, Odden J, Ozolins J, Palomero G, Paunovic M, Persson J,
Potočnik H, Quenette PY, Rauer G, Reinhardt I, Rigg R, Ryser A, Salvatori V, Skrbinšek T,
Stojanov A, Swenson JE, Szemethy L, Trajçe A, Tsingarska-Sedefcheva E, Váňa M,
Veeroja R, Wabakken P, Wölfl M, Wölfl S, Zimmermann F, Zlatanova D, Boitani L. 2014.
Recovery of large carnivores in Europe’s modern human-dominated landscapes. Science
346(6216):1517–1519 DOI 10.1126/science.1257553.
Ciucci P, Reggioni W, Maiorano L, Boitani L. 2009. Long-distance dispersal of a rescued wolf
from the northern Apennines to the western Alps. Journal of Wildlife Management
73(8):1300–1306 DOI 10.2193/2008-510.
Cooper A, Poinar HN. 2000. Ancient DNA: do it right or not at all. Science 289(5482):1139
DOI 10.1126/science.289.5482.1139b.
Dabney J, Meyer M, Paabo S. 2013. Ancient DNA damage. Cold Spring Harbor Perspectives in
Biology 5(7):a012567 DOI 10.1101/cshperspect.a012567.
Darriba D, Taboada GL, Doallo R, Posada D. 2012. jModelTest 2: more models, new heuristics
and parallel computing. Nature Methods 9(8):772 DOI 10.1038/nmeth.2109.
Deguilloux MF, Moquel J, Pemonge MH, Colombeau G. 2009. Ancient DNA supports lineage
replacement in European dog gene pool: insight into Neolithic southeast France.
Journal of Archaeological Science 36(2):513–519 DOI 10.1016/j.jas.2008.10.011.
Ersmark E, Klütsch CFC, Chan YL, Sinding M-HS, Fain SR, Illarionova NA, Oskarsson M,
Uhlén M, Zhang Y, Dalén L, Savolainen P. 2016. From the past to the present: wolf
phylogeography and demographic history based on the mitochondrial control region.
Frontiers in Ecology and Evolution 4:134 DOI 10.3389/fevo.2016.00134.
Fan Z, Silva P, Gronau I, Wang S, Armero AS, Schweizer RM, Ramirez O, Pollinger J,
Galaverni M, Del-Vecchyo DO, Du L, Zhang W, Zhang Z, Xing J, Vilà C,
Marques-Bonet T, Godinho R, Yue B, Wayne RK. 2016. Worldwide patterns of
genomic variation and admixture in gray wolves. Genome Research 26(2):163–173
DOI 10.1101/gr.197517.115.
Frantz LAF, Mullin VE, Pionnier-Capitan M, Lebrasseur O, Ollivier M, Perri A, Linderholm A,
Mattiangeli V, Teasdale MD, Dimopoulos EA, Tresset A, Duffraisse M, McCormick F,
Bartosiewicz L, Gal E, Nyerges EA, Sablin M V, Brehard S, Mashkour M, Blescu A, Gillet B,
Hughes S, Chassaing O, Hitte C, Vigne J-D, Dobney K, Hanni C, Bradley DG, Larson G.
2016. Genomic and archaeological evidence suggest a dual origin of domestic dogs. Science
352(6290):1228–1231 DOI 10.1126/science.aaf3161.
Freedman AH, Gronau I, Schweizer RM, Ortega-Del Vecchyo D, Han E, Silva PM, Galaverni M,
Fan Z, Marx P, Lorente-Galdos B, Beale H, Ramirez O, Hormozdiari F, Alkan C, Vilà C,
Squire K, Geffen E, Kusak J, Boyko AR, Parker HG, Lee C, Tadigotla V, Siepel A,
Bustamante CD, Harkins TT, Nelson SF, Ostrander EA, Marques-Bonet T, Wayne RK,
Novembre J. 2014. Genome sequencing highlights the dynamic early history of dogs. PLOS
Genetics 10(1):e1004016 DOI 10.1371/journal.pgen.1004016.
Fritts SH. 1983. Record dispersal by a wolf fromMinnesota. Journal of Mammalogy 64(1):166–167
DOI 10.2307/1380772.
Fulton TL. 2012. Setting up an ancient DNA laboratory. In: Shapiro B, Hofreiter M, eds.
Ancient DNA: Methods and Protocols. Totowa: Humana Press, 1–11.
Galaverni M, Caniglia R, Fabbri E, Milanesi P, Randi E. 2016. One, no one, or one hundred
thousand: how many wolves are there currently in Italy? Mammal Research 61(1):13–24
DOI 10.1007/s13364-015-0247-8.
Ciucani et al. (2019), PeerJ, DOI 10.7717/peerj.6424 18/22
Geffen E, Anderson MJ, Wayne RK. 2004. Climate and habitat barriers to dispersal in the highly
mobile grey wolf. Molecular Ecology 13(8):2481–2490 DOI 10.1111/j.1365-294X.2004.02244.x.
Germonpré M, Lázničková-Galetová M, Sablin MV. 2012. Palaeolithic dog skulls at the
Gravettian Predmostí site, the Czech Republic. Journal of Archaeological Science 39(1):184–202
DOI 10.1016/j.jas.2011.09.022.
Germonpré M, Sablin MV, Stevens RE, Hedges REM, Hofreiter M, Stiller M, Després VR. 2009.
Fossil dogs and wolves from Palaeolithic sites in Belgium, the Ukraine and Russia: osteometry,
ancient DNA and stable isotopes. Journal of Archaeological Science 36(2):473–490
DOI 10.1016/j.jas.2008.09.033.
Gilbert MTP, Bandelt H-J, Hofreiter M, Barnes I. 2005. Assessing ancient DNA studies.
Trends in Ecology & Evolution 20(10):541–544 DOI 10.1016/J.TREE.2005.07.005.
Giuseppe Altobello. 1921. Fauna dell’Abruzzo e del Molise—Mammiferi—Carnivori. Available at
http://www.storiadellafauna.it/scaffale/testi/alto/Carnivo.htm.
Guerra L, Vaccari B, Maini E, Carra M, Vianello G, Cremonini S. 2010. L’abitato d’altura dell’Età
del Bronzo di Monterenzio Vecchio (Bologna). In: XLV Riunione Scientifica dell’Istituto Italiano
di Preistoria e Protostoria, Preistoria e Protostoria dell’Emilia Romagna, Modena.
Hansen AJ, Willerslev E, Wiuf C, Mourier T, Arctander P. 2001. Statistical evidence for
miscoding lesions in ancient DNA templates. Molecular Biology and Evolution 18(2):262–265
DOI 10.1093/oxfordjournals.molbev.a003800.
Hofreiter M, Serre D, Poinar HN, Kuch M, Pääbo S. 2001. Ancient DNA. Nature Reviews
Genetics 2(5):353–359 DOI 10.1038/35072071.
Huelsenbeck JP, Ronquist F. 2001. MRBAYES: Bayesian inference of phylogenetic trees.
Bioinformatics 17(8):754–755 DOI 10.1093/bioinformatics/17.8.754.
Irion DN, Schaffer AL, Grant S, Wilton AN, Pedersen NC. 2005. Genetic variation analysis of the
Bali street dog using microsatellites. BMC Genetics 6(1):6 DOI 10.1186/1471-2156-6-6.
Knapp M, Clarke AC, Horsburgh KA, Matisoo-Smith EA. 2012. Setting the stage—building and
working in an ancient DNA laboratory. Annals of Anatomy—Anatomischer Anzeiger 194(1):3–6
DOI 10.1016/J.AANAT.2011.03.008.
Koblmuller S, Vilà C, Lorente-Galdos B, Dabad M, Ramirez O, Marques-Bonet T, Wayne RK,
Leonard JA. 2016.Whole mitochondrial genomes illuminate ancient intercontinental dispersals of
grey wolves (Canis lupus). Journal of Biogeography 43(9):1728–1738 DOI 10.1111/jbi.12765.
Kumar S, Stecher G, Tamura K. 2016. MEGA7: molecular evolutionary genetics analysis
version 7.0 for bigger datasets. Molecular Biology and Evolution 33(7):1870–1874
DOI 10.1093/molbev/msw054.
Larson G, Karlsson EK, Perri A, Webster MT, Ho SYW, Peters J, Stahl PW, Piper PJ, Lingaas F,
Fredholm M, Comstock KE, Modiano JF, Schelling C, Agoulnik AI, Leegwater PA, Dobney K,
Vigne J-D, Vila C, Andersson L, Lindblad-Toh K. 2012. Rethinking dog domestication
by integrating genetics, archeology, and biogeography. Proceedings of the National Academy of
Sciences of the United States of America 109(23):8878–8883 DOI 10.1073/pnas.1203005109.
Leigh JW, Bryant D. 2015. popart: full-feature software for haplotype network construction.
Methods in Ecology and Evolution 6(9):1110–1116 DOI 10.1111/2041-210X.12410.
Leonard JA, Vilà C, Fox-Dobbs K, Koch PL, Wayne RK, Van Valkenburgh B. 2007.
Megafaunal extinctions and the disappearance of a specialized Wolf Ecomorph. Current Biology
17(13):1146–1150 DOI 10.1016/j.cub.2007.05.072.
Leonard JA, Vilà C, Wayne RK. 2005. Legacy lost: genetic variability and population size of
extirpated US gray wolves. Molecular Ecology 126:198–206.
Ciucani et al. (2019), PeerJ, DOI 10.7717/peerj.6424 19/22
Leonard JA, Wayne RK, Wheeler J, Valadez R, Guillén S, Vilà C. 2002. Ancient DNA evidence
for Old World origin of New World dogs. Science 298(5598):1613–1616
DOI 10.1126/science.1076980.
Librado P, Rozas J. 2009.DnaSP v5: a software for comprehensive analysis of DNA polymorphism
data. Bioinformatics 25(11):1451–1452 DOI 10.1093/bioinformatics/btp187.
Lucchini V, Galov A, Randi E. 2004. Evidence of genetic distinction and long-term population
decline in wolves (Canis lupus) in the Italian Apennines. Molecular Ecology 13(3):523–536
DOI 10.1046/j.1365-294X.2004.02077.x.
Maini E. 2012. Lo sviluppo dell’allevamento in Emilia-Romagna: Aspetti economici e implicazioni
sociali nella gestione della risorsa animale durante l’età del Bronzo. Università di Bologna.
Mech LD, Boitani L. eds. 2010.Wolves: behavior, ecology, and conservation. Chicago: University of
Chicago Press.
Montana L, Caniglia R, Galaverni M, Fabbri E, Ahmed A, Bolfíková BČ, Czarnomska SD,
Galov A, Godinho R, Hindrikson M, Hulva P, Jędrzejewska B, Jelenčič M, Kutal M,
Saarma U, Skrbinšek T, Randi E. 2017a. Combining phylogenetic and demographic inferences
to assess the origin of the genetic diversity in an isolated wolf population. PLOS ONE
12(5):e0176560 DOI 10.1371/journal.pone.0176560.
Montana L, Caniglia R, Galaverni M, Fabbri E, Randi E. 2017b. A new mitochondrial haplotype
confirms the distinctiveness of the Italian wolf (Canis lupus) population. Mammalian Biology
84:30–34 DOI 10.1016/j.mambio.2017.01.005.
Musiani M, Leonard JA, Cluff HD, Gates CC, Mariani S, Paquet PC, Vilà C, Wayne RK. 2007.
Differentiation of tundra/taiga and boreal coniferous forest wolves: genetics, coat colour and
association with migratory caribou. Molecular Ecology 16(19):4149–4170
DOI 10.1111/j.1365-294X.2007.03458.x.
Nenzioni G, Marchesini M, Marvelli S. 2018. Fenomeni carsici e primo popolamento nel territorio
bolognese orientale: paleoambienti e litocomplessi. In: La frequentazione delle grotte in Emilia-
Romagna tra archeologia, storia e speleologia, Bologna: Federazione Speleologica Regionale
dell'Emilia-Romagna.
Nowak RM, Federoff NE. 2002. The systematic status of the Italian wolf Canis lupus. Acta
Theriologica 47(3):333–338 DOI 10.1007/bf03194151.
Okonechnikov K, Golosova O, Fursov M. 2012. Unipro UGENE: a unified bioinformatics toolkit.
Bioinformatics 28(8):1166–1167 DOI 10.1093/bioinformatics/bts091.
Paronuzzi P, Berto C, Ghezzo E, Thun Hohenstein U, Massarenti A, Reggiani P. 2018. Nota
preliminare sulla sequenza UMG di ex Cava a Filo (Croara, BO): gli aspetti stratigrafico-
sedimentari, paleontologici e antropici alla luce delle ultime indagini (2006–2016). Memorie
dell’Istituto Italiano di Speleologia 2(32):131–144.
Pasini G. 1970. Contributo alla conoscenza del tardo wurmiano e del postwurmiano nei dintorni di
Bologna. Giornale di Geologia 2:687–700.
Pilot MM, Branicki W, Jedrzejewski WW, Goszczynski J, Jedrzejewska BB, Dykyy I,
Shkvyrya M, Tsingarska E. 2010. Phylogeographic history of grey wolves in Europe.
BMC Evolutionary Biology 10(1):104 DOI 10.1186/1471-2148-10-104.
Pilot M, Greco C, Vonholdt BM, Jędrzejewska B, Randi E, Jędrzejewski W, Sidorovich VE,
Ostrander EA, Wayne RK. 2014. Genome-wide signatures of population bottlenecks
and diversifying selection in European wolves. Heredity 112(4):428–442
DOI 10.1038/hdy.2013.122.
Pionnier-CapitanM. 2010. La domestication du chien en Eurasie: étude de la diversité passée, approches
ostéoarchéologiques, morphométriques et paléogénétiques. Lyon: École normale supérieure.
Ciucani et al. (2019), PeerJ, DOI 10.7717/peerj.6424 20/22
Pionnier-Capitan M, Bemilli C, Bodu P, Célérier G, Ferrié JG, Fosse P, Garcià M, Vigne JD.
2011. New evidence for Upper Palaeolithic small domestic dogs in South-Western Europe.
Journal of Archaeological Science 38(9):2123–2140 DOI 10.1016/j.jas.2011.02.028.
Pires AE, Detry C, Fernandez-Rodriguez C, Valenzuela-Lamas S, Arruda AM, De Grossi
Mazzorin J, Ollivier M, Hänni C, Simões F, Ginja C. 2017. Roman dogs from the Iberian
Peninsula and the Maghreb—a glimpse into their morphology and genetics. Quaternary
International 471:132–146 DOI 10.1016/J.QUAINT.2017.11.044.
Rambaut A. 2012. FigTree v. 1.4.0. Available at http://tree.bio.ed.ac.uk/software/figtree/.
Rambaut A, Drummond AJ, Xie D, Baele G, Suchard MA. 2018. Posterior summarization
in Bayesian phylogenetics using Tracer 1.7. Systematic Biology 67(5):901–904
DOI 10.1093/sysbio/syy032.
Randi E. 2011. Genetics and conservation of wolves Canis lupus in Europe. Mammal Review
41(2):99–111 DOI 10.1111/j.1365-2907.2010.00176.x.
Randi E, Lucchini V, Christensen MF, Mucci N, Funk SM, Dolf G, Loeschcke V. 2000.
Mitochondrial DNA variability in Italian and east European wolves: detecting the
consequences of small population size and hybridization. Conservation Biology 14(2):464–473
DOI 10.1046/j.1523-1739.2000.98280.x.
Randi E, Lucchini V, Francisci F. 1993. Allozyme variability in the Italian wolf (Canis lupus)
population. Heredity 71(5):516–522 DOI 10.1038/hdy.1993.170.
Savolainen P, Rosén B, Holmberg A, Leitner T, Uhlén M, Lundeberg J. 1997. Sequence analysis
of domestic dog mitochondrial DNA for Forensic Use BT. Journal of Forensic Sciences
42(4):593–600 DOI 10.1520/JFS14170J.
Serventi P, Panicucci C, Bodega R, De Fanti S, Sarno S, Fondevila Alvarez M, Brisighelli F,
Trombetta B, Anagnostou P, Ferri G, Vazzana A, Delpino C, Gruppioni G, Luiselli D,
Cilli E. 2018. Iron Age Italic population genetics: the Piceni from Novilara (8th-7th century BC).
Annals of Human Biology 45(1):34–43 DOI 10.1080/03014460.2017.1414876.
Skoglund P, Ersmark E, Palkopoulou E, Dalén L. 2015. Ancient wolf genome reveals an early
divergence of domestic dog ancestors and admixture into high-latitude breeds. Current Biology
25(11):1515–1519 DOI 10.1016/j.cub.2015.04.019.
Stiller M, Green R, Ronan M, Simmons J, Du L, He W, Egholm M, Rothberg J, Keates S,
Ovodov N, Antipina E, Baryshnikov G, Kuzmin Y, Vasilevski J, Wuenschell G, Termini J,
Hofreiter M, Jaenicke-Després V, Pääbo S. 2006. Patterns of nucleotide misincorporations
during enzymatic amplification and direct large-scale sequencing of ancient DNA.
Proceedings of the National Academy of Sciences of the United States of America
103(37):13578–13584 DOI 10.1073/pnas.0605327103.
Thai QK, Chung DA, Tran HD. 2017. Canis mtDNA HV1 database: a web-based tool for
collecting and surveying Canis mtDNA HV1 haplotype in public database. BMC Genetics
18(1):60 DOI 10.1186/s12863-017-0528-0.
Thalmann O, Shapiro B, Cui P, Schuenemann VJ, Sawyer SK, Greenfield DL, Germonpré MB,
Sablin MV, López-Giráldez F, Domingo-Roura X, Napierala H, Uerpmann H-P,
Loponte DM, Acosta AA, Giemsch L, Schmitz RW, Worthington B, Buikstra JE,
Druzhkova AS, Graphodatsky AS, Ovodov ND, Wahlberg N, Freedman AH, Schweizer RM,
Koepfli K-P, Leonard JA, Meyer M, Krause J, Pääbo S, Green RE, Wayne RK. 2013.
Complete mitochondrial genomes of ancient Canids suggest a European origin of domestic dogs.
Science 342(6160):871–874 DOI 10.1126/science.1243650.
Valière N, Fumagalli L, Gielly L, Miquel C, Lequette B, Poulle M-L, Weber J-M, Arlettaz R,
Taberlet P. 2003. Long-distance wolf recolonization of France and Switzerland inferred from
Ciucani et al. (2019), PeerJ, DOI 10.7717/peerj.6424 21/22
non-invasive genetic sampling over a period of 10 years. Animal Conservation 6(1):83–92
DOI 10.1017/S1367943003003111.
Verginelli F, Capelli C, Coia V, Musiani M, Falchetti M, Ottini L, Palmirotta R, Tagliacozzo A,
De Grossi Mazzorin I, Mariani-Costantini R. 2005. Mitochondrial DNA from prehistoric
canids highlights relationships between dogs and South-East European wolves.
Molecular Biology and Evolution 22(12):2541–2551 DOI 10.1093/molbev/msi248.
Vila C, Amorim IR, Leonard JA, Posada D, Castroviejo J, Petrucci-Fonseca F, Crandall KA,
Ellegren H, Wayne RK. 1999. Mitochondrial DNA phylogeography and population
history of the grey wolf Canis lupus. Molecular Ecology 8(12):2089–2103
DOI 10.1046/j.1365-294x.1999.00825.x.
vonHoldt BM, Pollinger JP, Earl DA, Knowles JC, Boyko AR, Parker H, Geffen E, Pilot M,
Jedrzejewski W, Jedrzejewska B, Sidorovich V, Greco C, Randi E, Musiani M, Kays R,
Bustamante CD, Ostrander EA, Novembre J, Wayne RK. 2011. A genome-wide perspective
on the evolutionary history of enigmatic wolf-like canids. Genome Research 21(8):1294–1305
DOI 10.1101/gr.116301.110.
vonHoldt BM, Pollinger JP, Lohmueller KE, Han E, Parker HG, Quignon P, Degenhardt JD,
Boyko AR, Earl DA, Auton A, Reynolds A, Bryc K, Brisbin A, Knowles JC, Mosher DS,
Spady TC, Elkahloun A, Geffen E, Pilot M, Jedrzejewski W, Greco C, Randi E, Bannasch D,
Wilton A, Shearman J, Musiani M, Cargill M, Jones PG, Qian Z, Huang W, Ding ZL,
Zhang YP, Bustamante CD, Ostrander EA, Novembre J, Wayne RK. 2010. Genome-wide
SNP and haplotype analyses reveal a rich history underlying dog domestication. Nature
464(7290):898–902 DOI 10.1038/nature08837.
Zhilin MG, Savchenko SN, Nikulina EA, Schmölcke U, Hartz S, Terberger T. 2014. Eleven bone
arrowheads and a dog coprolite—the Mesolithic site of Beregovaya 2, Urals region (Russia).
Quartär 61:165–187 DOI 10.7485/QU61_10.
Zimen E, Boitani L. 1975. Number and distribution of wolves in Italy. Z. Säugetierkunde
40:102–112.
Ciucani et al. (2019), PeerJ, DOI 10.7717/peerj.6424 22/22
